Supplementary Figure 1 Amino acid sequence alignment of deduced Bmsei sequence with
Drsei and hERG. Bmsei amino acid sequence compared with the HERG potassium channel subunit and seizure of Drosophila (Drsei). Underlined: six hydrophobic domains (S1-S6), pore (P), and cyclic nucleotide-binding domain (cNBD). Black, conserved residues; gray, residues common between two sequences. μg/μL and 120 μg/μL) was injected into contractile mutants and treated at 42ºC. 
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